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Supplementary Results
25
Summary of sequencing on 16S rRNA gene V3-V4 region 26 On average, 16415 ± 3148 (mean ± s.d.) high-quality reads were 27 obtained for each sample. A total of 716 operational taxonomic units 28 (OTUs) were delineated at a threshold of 97% identity using the UPARSE 29 pipeline. Only one OTU (OTU641) was identified as Anaerostipes sp.,
30
which was detected only in the samples from mice inoculated with BPB5.
31
Of the total reads, 99.4% were assigned to 9 different phyla, including . In BUM4, a moderate colitis was induced by the DSS and BPB5 treatments, and no mice died in the processing. In BUM8, a severe colitis was induced after 7 days' treatment, significantly higher mortality was induced in DSS+BPB5 group than DSS group, P=0.0029, Logrank test. All data are shown as mean ± s.e.m. One-way ANOVA was used to analyze variation compared to DSS group at the same time point. * p<0.05, ** p<0.01, *** p<0.005, ns, not significant. fecal samples, ranked in descending order of their feature accuracy of the models. N is the number of OTUs without which the accuracy of the model will decrease more than 0.3%. The 83 OTUs was the combination of N from 5 models followed by duplicate removal.
